LEGENDS TO SUPPLEMENTARY FIGURES
p130 and p107 expression. One normal adult lung sample (CTRL) was used as a positive control for p130; note that p107 levels were low in this sample, probably because most of the cells in an adult lung are quiescent and p107 levels are well known to correlate with cell proliferation. *, non-specific band. (Fig. S5) . Genes coding for PCNA, B-Myb, and Cyclin E (Ccne) are classical cell cycle genes and E2F targets. ns, not significant; **, p<0.01; ***, p<0.001. Schaffer, Park -Suppl. 6 
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Supplementary
p130
GTG TTG TAA CAT TCT CGT GGG CGG AGG CTA AGA GCA TTT GTT G All PCR were run at an annealing temperature of 55ºC, except the p53 (58ºC); denaturation and elongation for all were 94ºC and 72ºC, respectively.
Supplementary Table S2: primers for quantitative RT-PCR analysis of gene expression
Forward Reverse
Rad54l
GGAAACCAGAAGACAGATCATCA TGGACTTGCGTTTCTTAGGAG
c-Yes
TTAAGAAGGGTGAACGATTTCAA ATTGATCTTGCTTCCCACCA
Pcna
CTAGCCATGGGCGTGAAC GAATACTAGTGCTAAGGTGTCTGCAT
B-Myb
TTAAATGGACCCACGAGGAG TTCCAGTCTTGCTGTCCAAA
CcnE
CTGAGAGATGAGCACTTTCTGC GAGCTTATAGACTTCGCACACCT
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SUPPLEMENTARY MATERIAL AND METHODS
Generation of a conditional mutant allele of the mouse p130 gene
J1 ES cells were grown as described (9) . The p130 conditional targeting vector was constructed from the original p130 knockout vector (5). The strategy was similar to that used for a conditional allele of Rb ( 
Microarray analysis
Data from 3 independent Rb/p53/p130 triple knock-out tumors and 10 double mutant tumors were analyzed using R (cran.r-project.org) and Bioconductor (www.bioconductor.org) software. Raw data will be available for download from Gene Expression Omnibus (http://ncbi.nlm.nih.gov/geo) with the accession number GSE 18534.
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Microarray data were normalized with Expression Console software (Affymetrix, Santa Clara), using the RMA algorithm (10) . Low signals (below 50) were filtered out using the PreprocessDataset module in GenePattern (http://www.broad.mit.edu/cancer/software/genepattern/). Differentially expressed genes in Rb/p53/p130 mutant tumors compared to Rb/p53 mutant tumors were identified using Significance Analysis of Microarrays software (11) , with the cutoff false-discovery rate of 10%. To compare the arrays from Rb/p53/p130 and Rb/p53 mutant tumors to human lung cancer arrays in GEO database (GSE6044), the pre-processed mouse and GSE6044 data were collapsed to gene symbols, filtered for a minimum fold change of 1.5, followed by standardization (standard deviations from the mean) of each gene symbol in each dataset.
We then selected orthologous genes that were present in both arrays based on the mammalian orthology from Mouse Genome Informatics (http://www.informatics.jax.org/).
Hierarchical clustering (12) was used to compare standardized array data, using Pearson correlation in sample distance measure. DAVID tools were used as described (13) .
Cell culture
SCLC cell lines were established from freshly dissected mouse tumors minced with a razor blade and digested for 30 minutes at 37ºC in dispase (BD Bioscience). Cells were cultured in RPMI1640 supplemented with 10% bovine growth serum (Mediatech) and 1%
Penicillin-Streptomycin-Glutamine (Invitrogen). All cell lines tested negative for mycoplasma infection by PCR with the VenorGeM Mycoplasma kit (Sigma).
